Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.046; wR factor = 0.146; data-to-parameter ratio = 20.2.
In the title compound, C 24 H 27 N 5 O 2 SÁ0.5H 2 O, the piperidine ring adopts a distorted boat conformation. The phenyl rings subtend dihedral angles of 69.7 (1) and 88.7 (1) with the best plane through the piperidine moiety. In the crystal, symmetryrelated molecules are linked through a network of C-HÁ Á ÁO and C-HÁ Á ÁN interactions, the former connecting them into zigzag chains along the c-axis direction and the latter forming an R 2 2 (4)motif. The dimer formation (C-HÁ Á ÁN) and the repetition of symmetry-related molecules (C-HÁ Á ÁO) along the b-axis direction stabilize the packing mode. The water molecule is located on a twofold rotation axis.
Related literature
For the biological activity of piperidine derivatives, see: Aridoss et al. (2009) . For puckering parameters, see: Cremer & Pople (1975) . For asymmetry parameters, see: Nardelli (1983) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
To anhydrous DMF(10 ml), N-Chloroacetyl-3-isopropyl-2,6-diphenylpiperidin-4-one (1 mole), 5-Mercapto-1-methyltetrazole(1 mole) followed by potassium carbonate (1.5 mole) was added and stirred for 1 hr at room temperature. The reaction mass was heated to 60°C and stirred and monitored using TLC. After completion of reaction, the reaction mass was quenched into water and the product was extracted with dichloromethane. The dichloromethane layer distilled completely and to the residue methanol was added and kept in overnight. The solid obtained was filtered and dried at 60° C under vacuum. Single crystals were obtained by re-crystallization using ethanol.
Refinement
H atoms were positioned geometrically (C-H = 0.93-0.98 Å) and allowed to ride on their parent atoms, with U iso (H) =1.5U eq (C) for methyl H atoms and 1.2U eq (C) for all other H atoms. The ADP value for the water molecules is rather high. Since the H atoms of the solvent water molecule could not be located, they were not included in the refinement. 
Figure 1
The molecular structure of the title compound, showing the atomic numbering and displacement ellipsoids drawn at 30% probability level.
Figure 2
The crystal packing of the molecules viewed down c axis. ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

